Abstract: Pollination is an important early step in sexual plant reproduction. In Arabidopsis thaliana, sequential pollination events, from pollen adhesion onto the stigma surface to pollen tube germination and elongation, occur on the stigmatic papilla cells. Following successful completion of these events, the pollen tube penetrates the stigma and finally fertilizes a female gametophyte. The pollination events are thought to be initiated and regulated by interactions between papilla cells and pollen. Here, we report the characterization of gene expression profiles of unpollinated (UP), compatible pollinated (CP) and incompatible pollinated (IP) papilla cells in A. thaliana. Based on cell type-specific transcriptome analysis from a combination of laser microdissection and RNA sequencing, 15,475, 17,360 and 16,918 genes were identified as expressed in UP, CP and IP papilla cells, respectively, and of these, 14,392 genes were present in all three data sets. Differentially expressed gene (DEG) analyses identified 147 and 71 genes up-regulated in CP and IP papilla cells, respectively, and 115 and 46 genes down-regulated. Gene Ontology and metabolic pathway analyses revealed that papilla cells play an active role as the female reproductive component in pollination, particularly in information exchange, signal transduction, internal physiological changes and external morphological modification. This study provides fundamental information on the molecular mechanisms involved in pollination in papilla cells, furthering our understanding of the reproductive role of papilla cells. 
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After that, pollen is recognized whether it is accepted or rejected by pollen recognition 83 system(s), such as self-incompatibility (SI) and cross-compatibility, and accepted pollen 
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Pollination is an initial important step for successful sexual reproduction in plants.
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Brassicaceae species have dry type of stigma, and pollination events occur on the stigmatic become a beachhead to understand molecular systems during pollination.
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In this study, we report the characterization of gene expression profiles among non-, The predominant GO terms in molecular functions were "zinc ion binding" and
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"calcium ion binding" (Fig. 4B) . In "zinc ion binding", some were specifically up-regulated Exo70A1, a member of exocyst subunit family, is a target of ARC1 and mediates 
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In addition to the above consideration, it is noteworthy that GO terms involved in
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"transferase activity", "catalytic activity", "metabolic process" and "oxidation-reduction Another represented sugar metabolic pathway was associated with pectin and 276 cellulose metabolism (Fig. 6) . Genes related to pectin and cellulose degradation pathways were also represented in up-/down-regulated genes in CP papilla cell (Fig. 7) tissue specimens were cooled to room temperature, and the paraffin blocks were stored at 4 o C.
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The paraffin-embedded tissues were cut into 6 μm-thick sections using microtome (RV240,
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